ABSTRACT Shiga toxin-producing Escherichia coli (STEC) bacteria are foodborne pathogens that can be carried by various animals. The swine STEC population is partially composed of host-specific strains that are often not well characterized. In this work, the genome sequences of a number of swine STEC strains are presented.
S
higa toxin-producing Escherichia coli (STEC) bacteria are important foodborne pathogens that are carried in the intestines of endotherms. The majority of STEC bacteria associated with swine carry the Shiga toxin subtype 2e gene, which can provoke edema disease in pigs and mild diarrhea in humans; however, swine may also carry STEC that is highly pathogenic for humans (1) . STEC bacteria isolated with healthy pigs are very heterogeneous and belong to a multitude of serotypes, and many are sometimes untypeable or the serotype is difficult to determine (2-4). To increase the inventory of swine STEC genome sequences and better characterize the STEC population in pigs, whole-genome sequencing was performed on 29 strains isolated from asymptomatic swine and 3 beef trim isolates belonging to uncommon or difficult-toserotype O groups, and 2 strains isolated from swine with postweaning diarrhea or edema disease (Table 1) .
The DNeasy blood and tissue kit (Qiagen, Valencia, CA) and the QIAcube instrument (QIAgen) were used on pure cultures to extract genomic DNA, which was then fragmented using microTUBE-15 AFA beads screw-cap (Covaris, Woburn, MA) and an M220 Focused-ultrasonicator (Covaris) with default settings to achieve a 350-bp peak. The sheared DNA was used for library construction using the Accel-NGS 2S Plus DNA library kit (Swift Bioscience, Ann Arbor, MI). Library quality was assessed using the high-sensitivity DNA kit (Agilent Technologies, Santa Clara, CA) on a 2100 Bioanalyzer instrument (Agilent Technologies), while the concentration was determined by quantitative PCR (qPCR) using the KAPA library quantification kit (Kapa Biosystems, Wilmington, MA). Lastly, paired-end sequencing (2 ϫ 250 bp) was performed using an Illumina MiSeq platform with a MiSeq reagent kit v2 (Illumina, San Diego, CA).
The raw data were quality filtered using Trimmomatic v0.36 (5), assembled using SPAdes v3.9.0 (6), and improved with Pilon v1.20 (7) . Read and assembly quality was assessed with FastQC v0.11.5 and Quast v4.4 (8), respectively. After removal of contigs shorter than 500 bp or with coverage less than 8ϫ, the assembly N 50 values ranged from 53.3 to 247.9 kb. Draft genomes were annotated using the NCBI Prokaryotic Genome Annotation Pipeline (9) . Genome sizes and coverages of the sequenced strains, including previously reported information, are presented in Table 1 .
Accession number(s).
GenBank accession numbers of the assemblies are shown in Table 1 , and raw data are available at the Sequence Read Archive. 
